Detection a Mixture of E. pekinensis and Adulterants
We mixed commercial E. pekinensis and E. esula to simulate the presence of an E. esula contaminant and isolated DNA from the mixture as well as from the pure material of E.
pekinensis and E. esula.
A PCR of the ITS region was performed on the mixed DNA as well as on pure E. esula and E. pekinensis DNA. The ITS PCR products were cloned and 24 of the resulting clones for each transformation were chosen for sequencing. The sequences of the ITS region obtained from E.
pekinensis and E. esula were identical to those listed in GenBank. Of the 24 TOPO clones sequenced from mixed samples, 21 were identical to the E. pekinensis sequence in GenBank.
However, three of the clones were identical to E. esula (Fig. 3S, Supporting Information) .
This result confirmed that DNA identification and verification in herbal mixtures can be performed by sequencing. 
